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TABLE 3 

Expression Analysis of Sequence Variants 
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1 agaacgcaag ggagaggtag agcctggcct tgggcagccc ctggcctggc cagaggcgcg 
61 aggccgagag cccgctcggt ggagactggg ggtggaggtg cccggagcgt acccagcgcc 
121 gggagtacct cccgctcaca cctcgggctg cagttccctg ggtggccgcc gagacgctgg 
181 cccgggctgg agggatggcg gggcggggac gggggcgggg gcggggctcg tcacgtggag 
241 aggcgcgcgg gggcgggcgg ggcgggggcg cgcgcccggc tccttaaagg cgcgcgagcc 
301 gagcggcgag gtgcctctgt ggccgcaggc gcaggcccgg gcgacagccg agacgtggag 
361 cgcgccggct cgctgcagct ccgggactca ac 
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1 agccctttcc caggcggtag cgggggcagt ggtgctgttg cccttttaaa ctgcggcttg 
61 acgggagccg cgcctcctgt cggtggagtc ggttataaag ggagcagccc cgcaggccgc 
121 cacatagctc ccgccaagtc ctcggtgccc cttgccattt tccagccgcg ctcccacgag 
181 ggtcacggcg gcggggagag gtggagccgc gagagctcgg ccgggggccc cgcctggtgg 
241 ccgcggccat gacagcggct cgggactggc tccttttccg cgcccctccc gccggaggtg 
301 aggggaagat gtccatgtca gggttcaagg ccaaaccgaa gttactggcc tctatcttcc 
361 aggagaacca ggagccacag ccgcggctca cgccccaccg caacattaag attacaagtg 
421 gacacctgag tcagcaggac ctggaatccc agatgagaga gcttatctac acgactcaga 
481 tcttgttgtc acccccatta ttgacaatcc aaaggtgcag aaagcactct gacaattcca 
541 attgctaatc cagcatttgt ggatagctgc aaactgcgat attgctgatg agcgctttga 
601 cgccacattc cacactaacg tgttggtgaa ttcttctggg cattgccagt acctgcctcc 
661 aggcatattc aagagttcct gctacatcg 
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1 caggccgcca catagctccc gccaagtcct cggtgcccct tgccattttc cagccgcgct 
61 cccacgaggg tcacggcggc ggggagaggt ggagccgcga gagctcggcc gggggccccg 
121 cctggtggcc gcggccatga cagcggctcg ggactggctc cttttccgcg cccctcccgc 
181 cggaggtgag gggaagatgt ccatgtcagg gttcaaggcc aaaccgaagt tactggcctc 
241 tatcttccag gagaaccagg agccacagcc gcggctcacg ccccaccgca acattaagat 
301 tacaagtgga cacctgagtc agcaggacct ggaatcccag atgagagagc ttatctacac 
361 gactcagatc ttgttgtcac ccccattatt gacaatccaa aggtgcagaa agcactctga 
421 caaataatga aacaaccacc atcggttaaa tttgatgcaa aaatattgca tctaccagca 
481 ttttcagttc caattgctaa tccagcattt gtggatagct gcaaactgcg atattgctga 
541 tgagcgcttt gacgccacat tccacactaa cgtgttggtg aattcttctg ggcattgcca 
601 gtacctgcct ccaggcatat tcaagagttc ctgctacatc g 



